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(The American Journal of Human Genetics 94, 559–573; April 3, 2014)
In this article, the derivation of the likelihood function (Equation 11) is unfortunately incorrect. Throughout the
derivation, the ‘‘data’’ are referred to as the set of observed phenotypes y!. However, the model is for the set of summary
statistics. In Equations 5, 10, 11, and 12, y! should thus instead read bb!, representing the vector of observed SNP effect
sizes. Additionally, in Equation 14, the denominator on the right-hand side is missing a factor of 2. All errors were in the
exposition and not in the implementation of the method. The correct equations appear below. The author apologizes for
any confusion these errors might have caused.
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